. Microsatellite genotypes for 203 P. falciparum clinical infections sampled from eight different locations in Mauritania. (This is an EXCEL spreadsheet database that is given separately as it is large and will not combine into a readable pdf file). Table S2 . Allelic diversity (expected heterozygosity, He) of P. falciparum at 10 microsatellite loci at eight endemic locations in Mauritania (sample sizes are given in the paper).
Allelic diversity (expected heterozygosity, He) Table S5 . Sequence accession numbers, intra-infection SNP frequency fixation indices (FWS) and pairwise differences among individual P. falciparum clinical infection samples from Mauritania. (This is an EXCEL spreadsheet database that is given separately). (This is an EXCEL spreadsheet database that is given separately as it is large and will not combine into a readable pdf file). Figure S3 . Principal components analysis (PCA) of variation among genome-wide SNP profiles of P. falciparum clinical isolates sampled from Mauritania (current study) and a previous population sample from the Republic of Guinea (Mobegi et al. 2014 , Mol. Biol. Evol. 31:1490 . Figure S4 . Genome-wide scan of Jost's Dest index of SNP frequency differentiation between P. falciparum from Mauritania (current study) and a previous population sample from the Republic of Guinea (Mobegi et al. 2014 , Mol. Biol. Evol. 31:1490 . Arrows identify four loci as labelled also on Figure 7 .
